We amplified the probes to detect 5S rDNA and 106B repeats by PCR from genomic DNA using 5S-F and 5S-R primers (Kanno et al., 2005) and 106B-F and 106B-R, respectively. Probes to detect 180-bp repeats, TSI and RAN (for RAS-related nuclear protein; Haizel et al., 1997) were amplified from plasmids carrying two tandemly-repeated 180-bp repeats, TSI-A15 and RAN fragments, respectively. Probe to detect MOM1 promoter region was amplified from genomic DNA using primers MOM1-F and MOM1-R; and probe to detect MOM1 transcript was amplified from cDNA using CD29-F and CLA3-R (Tariq et al., 2002) . Probes were labeled with [alpha-32 P]dCTP using random hexamer priming (Megaprime DNA labeling system; Amersham).
Ta3 was amplified using primers Ta3 middle-F and Ta3-middle-R (Johnson et al., 2002) for 35 cycles (94°C for 45 s, 55°C for 45 s, 72°C for 1 min); MULE At1g43280 was amplified using primers At1g43280-F and At1g43280-R for 35 cycles (94°C for 45 s, 55°C for 45 s, 72°C for 1 min); 106B was amplified using primers 106B-F and 106B-R (May et al., 2005) for 35 cycles (94°C for 45 s, 55°C for 45 s, 72°C for 1 min); MULE At1g40097 was amplified using primers At1g40097-F and At1g40097-R for 35 cycles (94°C for 45 s, 50°C for 45 s, 72°C for 1 min);
Athila-LTR was amplified using primers Athila LTR-F and Athila LTR-R for 35 cycles (94°C for 45 s, 55°C for 45 s, 72°C for 90 s);
FWAtr was amplified using primers FWAtr-F and FWAtr-R (Pontier et al., 2005) for 40 cycles (94°C for 45 s, 60°C for 45 s, 72°C for 1 min); 180-bp repeats were amplified using primers 180(all)-F and 180(all)-R (Johnson et al., 2002) for 30 cycles (94°C for 30 s, 60°C for 30 s, 72°C for 90 s) ACT2 was amplified using ACT2-F and ACT2-R primers 25 cycles (95°C for 30 s, 55°C for 30 s, 72°C for 30 s).
AtSN1 transcripts were detected using AST15 and ATSN1-F4 primers as described (Herr et al., 2005 ). All PCRs were ended by a final elongation of 10 min at 72°C. Reverse transcription reactions and cDNA amplification of MOM1 transcript were performed as previously described (Tariq et al., 2002) .
Real-time RT-PCR
Total RNA was extracted using TRI-reagent (Sigma) and aliquots of 3 µg were treated with the RQ1-DNase (Promega) to remove genomic DNA. Absence of genomic DNA contamination in the RNA samples was then controlled by verifying that a PCR (45 cycles) with 180(all)-F and 180(all)-R yielded no amplification. cDNA synthesis was performed on 1 µg total RNA using random hexanucleotides (Roche) as described previously (Mathieu et al., 2003) . One microliter cDNA was used in a 25 µl PCR reaction using the Platinum SYBR Green qPCR SuperMix-UDG (Invitrogen) and data were collected using a Roche LightCycler. Each real-time RT-PCR run included, as an internal reference, a reaction for ACTIN2. The comparative threshold cycle (C t ) method was used to determine relative RNA levels. The primer sets were 106Bq-F and 106Bq-R-1 for 106B, 5SUNIV2 and RTPCR5S1 for 5S-210, ACT2-F and ACT2-R for ACTIN2 (See supplementary table 1).
Detection of minor 5S rRNAs
Reverse transcription reactions were performed as described (Mathieu et al., 2003) . 5S cDNA amplification was performed on 50 ng of the cDNA samples using the primers RTPCR5S1 and RTPCR5S2 as described previously (Mathieu et al., 2003) . Complete removal of the 5S genomic rDNA in the reverse-transcribed samples was controlled by verifying that a PCR step (40 cycles) using primers 5SUNIV1 and 5SUNIV2 yielded no amplification (Mathieu et al., 2003) . PCR products were subcloned in the pGEM-T easy plasmid and sequencing was performed using a CEQ 
Ta3 middle-R TCCAAATTTCCTGAGGTGCTTGTAACC
RT-PCR

At1g40097-F GGTTTTGATACCGAATTTTG MULE
At1g40097
At1g40097-R AGCGGAGGAATATACAACTC
RT-PCR
At1g43280-F GGTTAGGAAAGTGAAGCTTGAG MULE
At1g43280
At1g43280-R CCAGTGAGACAAAGGCATAC 
Legend to Supplementary Figure 2.
DNA methylation of TSI, 106B LTR-like repeats and 180-bp satellite repeats.
Genomic DNA was purified from leaves of three-week-old plants and digested with HpaII or MspI. The DNA gelblot was successively hybridized to TSI-A15 (A), 106B (B) and 180-bp probes (C). WT, wild-type; Ler, Landsberg erecta; Zh, Zürich. 
Major 5S rRNA --------------------------------------------------------------col_1
156 TTTAT-GACTCCAT-AACTTTTAGA-CCGTGAGG-CCAAACTTGGCATGTGATACCTTTTCGcol_2
153 TTTAT-GACTCCAT-AACTTTTAGA-CCGTGAGG-CCAAACTTGGCATGTGATACCTTTTCG col_3 157 TTTAT-GACTCCAT-AATTTTTAGA-CCGTGAGG-CCAAACTTGGCATGTGATACCTTTTCG col_4 135 TTTAT-GACTCTAT-AACTTCTATA-CCGTGAGG-CCAAACTTGGCATGTGATACCTTTTCG col_5 154 TTTAT-GACTCCAT-AACTTTTAGA- CCGTGAGG-CCAAACTTGGCATGTGATACCTTTTCG  col_6  156 TTTAT-GACTCCAT-AACTTTTAGA-CCGTGAGG-CCAAACTTGGCATGTGATACCTTTTCG  col_7  156 TTTAT-GACTCCAT-AACTTTTAGA-CCGTGAGG-CCAAACTTGGCATGTGATACCTTTTCG  col_8  156 TTTAT-GACTCCAT-AACTTTTAGA-CCCTGAGG-CCAAACTTGGCATGTGATACCTTTTCG  col_9  156 TTAAT-GACTCCAT-AACTTTTAGA-CCGTGAGG-CCAAACTTGGCATGTGATACCTTTTCG  col_10  156 TTTATTGACTCCATTAACTTTTAGAACCGTGAGGGCCAAACTTGGCATGTGATACCTTTTCG  col_11  140 TTTAT-GACTCTAT-AACTTCTATA-CCGTGAGG-CCAAACTTGGCATGTGATACCTTTTCG  col_12  144 TTTAT-GACTCTAT-AACTTCTATA-CCGTGAGG-CCAAACTTGGCATGTGATACCTTTTCG  col_13 158 TTTAT-GACTCCAT-AATTTTTAGA-CCGTGAGG-CCAAACTTGGCATGTGATACCTTTTCG col_14 
Major 5S rRNA -------------------------------------------------------ddm1-2_1
160 TGACTCCATAACTTTT-AGACCGTGGGGCCAAACTTGGCATGTGATACCTTTTCG  ddm1-2_2  160 TGACTCCATAACTTTT-AGACCGTGAGGCCAAACTTGGCATGTGATACCTTTTCG  ddm1-2_3  160 TGACTCCATAACTTTT-AGACCGTGAGGCCAAACTTGGCATGTGATACCTTTTCG  ddm1-2_4  160 TGACTCCATAACTTTT-AGACCGTGAGGCCAAACTTGGCATGTGATACCTTTTCG  ddm1-2_5  160 TGACTCCATAACTTTT-AGACCGTGAGGCCAAACTTGGCATGTGATACCTTTTCG  ddm1-2_6  160 TGACTCCATAACTTTT-AGACCGTGAGGCCAAACTTGGCATGTGATACCTTTTCG  ddm1-2_7  148 TGACTCTATAACTTCT-ATACCGTGAGGCCAAACTTGGCATGTGATACCTTTTCG  ddm1-2_8  160 TGACTCCATAACTTTT-AGACCGTGAGGCCAAACTTGGCATGTGATACCTTTTCG  ddm1-2_9  160 TGACTCCATAACTTTT-AGACCGTGAGGCCAAACTTGGCATGTGATACCTTTTCG  ddm1-2_10  152 TGACTCTATAACTTCT-ATACCGTGAGGCCAAACTTGGCATGTGATACCTTTTCG  ddm1-2_11  158 TGACTCCATAACTTTT-AGACCGTGAGGCCAAACTTGGCATGTGATACCTTTTCG  ddm1-2_12  161 TGACTCCATAACTTTT-AGACCGTGAGGCCAAACTTGGCATGTGATACCTTTTCG  ddm1-2_13 154 TGACTCTATAACTTCT-ATACCGTGAGGCCAAACTTGGCATGTGATACCTTTTCG ddm1-2_14 160 TGGCTCCATAACTTATGAGACCGTGAGGCCAAACTTGGCATGTGATACCTTTTCG ddm1-2_15 160 TGGCTCCATAACTTATGAGACCGTGAGGCCAAACTTGGCATGTGATACCTTTTCG <------------------5SUNIV2
